Cytophaga hutchinsonii

Finishing Standards
Guideline and finishing checklist for all JGI microbes:
• All low quality areas (<Q30) should be reviewed and re sequenced.
• Final error rate should be < 0.2 per 10 Kb.
• No single clone coverage, i.e. minimum of 2X depth everywhere.
• Manually inspect and quantify single stranded regions.
• Check all high quality discrepancies.
• Final sequence should have a base at every position (no strings of xxxx anywhere).
• Verify all repeats (paired ends and PCR if necessary).
• Make sure to check ends of final contigs (chromosomes, plasmids)
• Using Assembly Viewer and phrapViewer tools check correctness of final assembly. Confirm questionable areas with PCR. 
